INTRODUCTION
PROSITE is a compilation of sites and patterns found in protein sequences. The use of protein sequence patterns (or motifs) to determine the function of proteins is becoming very rapidly one of the essential tools of sequence analysis. This reality has been recognized by many authors [1, 2] . While there have been a number of recent reports [3, 4] that review published patterns, no attempt had been made until very recently [5, 6] to systematically collect biologically significant patterns or to discover new ones. It is for these reasons that we have developed, since 1988, a dictionary of sites and patterns which we call PROSITE.
Some of the patterns compiled in PROSITE have been published in the literature, but the majority have been developed, in the last two years, by the author.
FORMAT
The PROSITE database is composed of two ASCII (text) files. The first file (PROSITE.DAT) is a computer-readable file that contains all the information necessary to programs that make use of PROSITE to scan sequence(s) with pattern(s). This file also includes, for each of the patterns described, statistics on the number of hits obtained while scanning for that pattern in the SWISS-PROT protein sequence data bank [7] . Cross-references to the corresponding SWISS-PROT entries are also present in that file. The second file (PROSITE.DOC), which we call the textbook, contains textual information that documents each pattern. A user manual (PROSUSER.TXT) is distributed with the database, it fully describes the format of both files. A sample textbook entry is shown in Figure 1 with the corresponding data from the pattern file.
LEADING CONCEPTS
The design of PROSITE follows four leading concepts:
Completeness. For such a compilation to be helpful in the determination of protein function, it is important that it contains a significant number of biologically meaningful patterns.
High specificity of the patterns. In the majority of cases we have chosen patterns that are specific enough not to detect too many unrelated sequences, yet that detect most if not all sequences that clearly belong to the set in consideration. Documentation 
